SEQUENCE LISTING 
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86 

Patentln version 3.0 
1 

573 
DNA 

Homo sapiens 
1 

ttcccaacca ttcccttatc caggcttttt gacaacgcta tgctccgcgc ccatcgtctg 60 
caccagctgg cctttgacac ctaccaggag tttgaagaag cctatatccc aaaggaacag 120 
aagtattcat tcctgcagaa cccccagacc tccctctgtt tctcagagtc tattccgaca 180 
ccctccaaca gggaggaaac acaacagaaa tccaacctag agctgctccg catctccctg 240 
ctgctcatcc agtcgtggct ggagcccgtg cagttcctca ggagtgtctt cgccaacagc 300 
ctggtgtacg gcgcctctga cagcaacgtc tatgacctcc taaaggacct agaggaaggc 360 
atccaaacgc tgatggggag gctggaagat ggcagccccc ggactgggca gatcttcaag 420 
cagacctaca gcaagttcga cacaaactca cacaacgatg acgcactact caagaactac 480 
gggctgctct actgcttcag gaaggacatg gacaaggtcg agacattcct gcgcatcgtg 540 
cagtgccgct ctgtggaggg cagctgtggc ttc 573 



<210> 2 

<211> 191 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> mat_peptide 

<222> (1) . . () 

<400> 2 



Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
1 5 10 15 



Ala His Arg Leu His Gin Leu Ala 
20 

Glu Ala Tyr lie Pro Lys Glu Gin 
35 40 

Gin Thr Ser Leu Cys Phe Ser Glu 
50 55 

Glu Glu Thr Gin Gin Lys Ser Asn 
65 70 

Leu Leu lie Gin Ser Trp Leu Glu 
85 



Phe Asp Thr Tyr Gin Glu Phe Glu 
25 30 

Lys Tyr Ser Phe Leu Gin Asn Pro 
45 

Ser lie Pro Thr Pro Ser Asn Arg 
60 

Leu Glu Leu Leu Arg lie Ser Leu 
75 80 

Pro Val Gin Phe Leu Arg Ser Val 
90 95 



Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 
100 105 110 

Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu 
115 120 125 

Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser 
. 130 135 140 

Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
145 150 15.5 160 

Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
165 170 175 

Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

<210> 3 
<211> 38 • 
<212> DNA 
<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 3 

ggaattccat atgttcccaa ccattccctt atccaggc 38 



<210> 4 

<211> 36 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 4 

cgcggatccc tagaagccac agctgccctc cacaga 



36 



<210> 5 

<211> 19 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 5 

taatacgact cactatagg 



<210> 6 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 6 

tgctagttat tgctcagcgg t 



<210> 7 

<211> 588 

<212> DNA 

<213> Artificial 



<220> 

<223> synthetic sequence 



<400> 7 
catatgttcc 


caaccattcc 


cttatccagg 


cgtctgcacc 


agctggcctt 


tgacacctac 


gaacagaagt 


attcattcct 


gcagaacccc 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


tccctgctgc 


teatccagtc 


gtggctggag 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactacgggc 


tgctctactg 


cttcaggaag 


atcgtgcagt 


gccgctctgt 


ggagggcagc 



ctttttgaca acgctatgct ccgcgcccat 
caggagtttg aagaagccta tatcccaaag 
cagacctccc tctgtttctc agagtctatt 
cagaaatcca acctagagct gctccgcatc 
cccgtgcagt tcctcaggag tgtcttcgcc 
aacgtctatg acctcctaaa ggacctagag 
gaagatggca gcccccggac tgggcagatc 
aactcacaca acgatgacgc actactcaag 
gacatggaca aggtcgagac attcctgcgc 
tgtggcttct agggatcc 



<210> 8 
<211> 192 



<212> 
<213> 



PRT 

Artificial 



<220> 

<223> synthetic sequence 
<220> 

<221> mat_peptide 

<222> (!)..(): 

<400> 8 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 



Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn. 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser 
65 . 70 75 80 

Leu Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin He Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn. 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

<210> 9 
<211> 2907 
<212> DNA 
<213> Artificial 



<220> 

<223> synthetic sequence 
<400> 9 



ccggatatag 


ttcctccttt 


cagcaaaaaa 


cccctcaaga 


cccgtttaga 


ggccccaagg 


60 


ggttatgcta 


gttattgctc 


agcggtggca 


gcagccaact 


cagcttcctt 


tcgggctttg 


12 0 


tttagcagcc 


taggtattaa 


tcaattagtg 


gtggtggtgg 


tggtggtggt 


gctcgagtgc 


180 


ggccgcaagc 


ttgtcgacgg 


agctcgcctg 


caggcgcgcc 


aaggcctgta 


cagaattcgg 


240 


atccccgata 


tcccatggga 


ctcttgtcgt 


cgtcatcacc 


ggagccacca 


ccggtaccca 


300 


gatctgggct 


gtccatgtgc 


tggcgttcga 


atttagcagc 


agcggtttct 


ttcataccaa 


360 


ttgcagtact 


accgcgtggc 


accagacccg 


cggagtgatg 


gtgatggtga 


tgaccagaac 


420 


cactagtaca 


cacatatgta 


tatctccttc 


ttaaagttaa 


acaaaattat 


ttctagaggg 


480 


gaattgttat 


ccgctcacaa 


ttcccctata 


gtgagtcgta 


ttaatttcgc 


gggatcgaga 


540 


tcgatctcga 


tcctctacgc 


cggacgcatc 


gtggccggca 


tcaccggcgc 


cacaggtgcg 


600 


gttgctggcg 


cctatatcgc 


cgacatcacc 


gatggggaag 


atcgggctcg 


ccacttcggg 


660 


ctcatgagcg 


cttgtttcgg 


cgtgggtatg 


gtggcaggcc 


ccgtggccgg 


gggactgttg 


720 


ggcgccatct 


ccttgcatgc 


atggcgtaat 


catggtcata 


gctgtttcct 


gtgtgaaatt 


780 


gttatccgct 


cacaattcca 


cacaacatac 


gagccggaag 


cataaagtgt 


aaagcctggg 


840 


gtgcctaatg 


agtgagctaa 


ctcacattaa 


ttgcgttgcg 


ctcactgccc 


gctttccagt 


90 0 


cgggaaacct 


gtcgtgccag 


ctgcattaat 


gaatcggcca 


acgcgcgggg 


agaggcggtt 


960 


tgcgtattgg 


gcgctcttcc 


gcttcctcgc 


tcactgactc 


gctgcgctcg 


gtcgttcggc 


1020 


tgcggcgagc 


ggtatcagct 


cactcaaagg 


cggtaatacg 


gttatccaca 


gaatcagggg 


1080 


ataacgcagg 


aaagaacatg 


tgagcaaaag 


gccagcaaaa 


ggccaggaac 


cgtaaaaagg 


1140 


ccgcgttgct 


ggcgtttttc 


cataggctcc 


gcccccctga 


cgagcatcac 


aaaaatcgac 


1200 


gctcaagtca 


gaggtggcga 


aacccgacag 


gactataaag 


ataccaggcg 


tttccccctg 


1260 


gaagctccct 


cgtgcgctct 


cctgttccga 


ccctgccgct 


taccggatac 


ctgtccgcct 


1320 


ttctcccttc 


gggaagcgtg 


gcgctttctc 


atagctcacg 


ctgtaggtat 


ctcagttcgg 


1380 


tgtaggtcgt 


tcgctccaag 


ct gggctgtg 


tgcacgaacc 


ccccgttcag 


cccgaccgct. 


1440 


gcgccttatc 


cggtaactat 


cgtcttgagt 


ccaacccggt 


aagacacgac 


ttatcgccac 


1500 


tggcagcagc 


cactggtaac 


aggattagca 


gagcgaggta 


tgtaggcggt 


gctacagagt 


1560 


tcttgaagtg 


gtggcctaac 


tacggctaca 


ctagaaggac 


agtatttggt 


atctgcgctc 


1620 


tgctgaagcc 


agttaccttc 


ggaaaaagag 


ttggtagctc 


ttgatccggc 


aaacaaacca 


1680 


ccgctggtag 


cggtggtttt 


tttgtttgca 


agcagcagat 


tacgcgcaga 


aaaaaaggat 


1740 



ctcaagaaga 


tcctttgatc 


ttttctacgg ggtctgacgc tcagtggaac 


gaaaactcac 


1800 


gttaagggat 


tttggtcatg 


agattatcaa 


aaaggatctt 


cacctagatc 


cttttaaatt 


1860 


aaaaatgaag 


ttttaaatca 


atctaaagta 


tatatgagta 


aacttggtct 


gacagttacc 


1920 


aatgcttaat 


cagtgaggca 


cctatctcag 


cgatctgtct 


atttcgttca 


tccatagttg 


1980 


cctgactccc 


cgtcgtgtag 


ataactacga 


tacgggaggg 


cttaccatct 


ggccccagtg 


2040 


ctgcaatgat 


accgcgagac 


ccacgctcac 


cggctccaga tttatcagca ataaaccagc 


2100 


cagccggaag 


ggccgagcgc 


agaagtggtc 


ctgcaacttt 


atccgcctcc 


atccagtcta 


2160 


ttaattgttg 


ccgggaagct 


agagtaagta 


gttcgccagt 


taatagtttg 


cgcaacgttg 


2220 


ttgccattgc 


tacaggcatc 


gtggtgtcac 


gctcgtcgtt 


tggtatggct 


tcattcagct 


2280 


ccggttccca 


acgatcaagg 


cgagttacat 


gatcccccat 


gttgtgcaaa 


aaagcggtta 


2340 


gctccttcgg 


tcctccgatc 


gttgtcagaa 


gtaagttggc 


cgcagtgtta 


tcactcatgg 


2400 


ttatggcagc 


actgcataat 


tctcttactg 


tcatgccatc 


cgtaagatgc 


ttttctgtga 


2460 


ctggtgagta 


ctcaaccaag 


tcattctgag 


aatagtgtat 


gcggcgaccg 


agttgctctt 


2520 


gcccggcgtc 


aatacgggat 


aataccgcgc 


cacatagcag 


aactttaaaa 


gtgctcatca 


2580 


ttggaaaacg 


ttcttcgggg 


cgaaaactct 


caaggatctt 


accgctgttg agatccagtt 


2640 


cgatgtaacc 


cactcgtgca 


cccaactgat 


cttcagcatc 


ttttactttc 


accagcgttt 


2700 




a a. cl d d L. ciy y c* 


aggcaaaatg 


ccgcaaaaaa 


gggaataagg 


gcgacacgga 




aatgttgaat 


actcatactc 


ttcctttttc 


aatattattg 


aagcatttat 


cagggttatt 


2820 


gtctcatgag 


cggatacata 


tttgaatgta 


tttagaaaaa 


taaacaaata 


ggggttccgc 


2880 


gcacatttcc 


ccgaaaagtg 


ccacctg 








2907 



10 
73 
DNA 

Artificial 
<220> 

<223> synthetic sequence 
<220> 

<221> sig_peptide 
<222> (7) . . (69) 

<400> 10 

cgccatatga aaaagacagc tatcgcgatt gcagtggcac tggctggttt cgctaccgta 60 



<210> 
<211> 
<212> 
<213> 



gcgcaagctt gag 



<210> 11 

<211> 21 

<212> PRT 

<213> Escherichia coli 
<220> 

<221> SIGNAL 

<222> (1) . . (21) 

<400> 11 

Met Lys Lys Thr Ala He Ala He Ala Val Ala Leu Ala Gly Phe Ala 
1 5 10 15 

Thr Val Ala Gin Ala 
20 



12 
42 
DNA 

Artificial 
<220> 

<223> synthetic sequence 
<400> 12 

ggacatatgc tgaagctttc ccaaccattc ccttatccag gc 



13 
28 
DNA 

Artificial 



<210> 
<211> 
<212> 
<213> 



<210> 
<211> 
<212> 
<213> 



<220> 

<223> synthetic sequence 
<400> 13 

cgcggatccc tccacagagc ggcactgc 



<210> 14 

<211> 578 

<212> DNA 

<213> Artificial 



<220> 

<223> synthetic sequence 
<400> 14 

catatgctga agctttccca accattccct tatccaggct ttttgacaac gctatgctcc 
gcgcccatcg tctgcaccag ctggcctttg acacctacca ggagtttgaa gaagcctata 



tcccaaagga acagaagtat tcattcctgc 



agaaccccca gacctccctc tgtttctcag 



180 



agtctattcc gacaccctcc aacagggagg 



aaacacaaca gaaatccaac ctagagctgc 



240 



tccgcatctc cctgctgctc atccagtcgt 



ggctggagcc cgtgcagttc ctcaggagtg 



300 



tcttcgccaa cagcctggtg tacggcgcct 



ctgacagcaa cgtctatgac ctcctaaagg 



360 



acctagagga aggcatccaa acgctgatgg 



ggaggctgga agatggcagc ccccggactg 



420 



ggcagatctt caagcagacc tacagcaagt 



tcgacacaaa ctcacacaac gatgacgcac 



480 



tactcaagaa ctacgggctg ctctactgct tcaggaagga catggacaag gtcgagacat 540 



<210> 15 

<211> 630 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> source 

<222> (4) . . (66) 

<223> Eschericia coli 



<220> 

<221> source 
<222> (67) . . (630) 
<223> homo sapiens 

<400> 15 

catatgaaaa agacagctat cgcgattgca gtggcactgg ctggtttcgc taccgtagcg 60 

caagctttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 120 

cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 180 

gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 240 

ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 300 

tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag .tgtcttcgcc 360 

aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 420 

gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 480 

ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 540 

aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcctgcgc 600 



tcctgcgcat cgtgcagtgc cgctctgtgg 



agggatcc 



578 



atcgtgcagt gccgctctgt ggagggatcc 



630 



<210> 16 

<211> 208 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> SIGNAL 

<222> (1) . . (21) 

<223> from Eschericia coli 



<400> 16 

Met Lys Lys Thr Ala lie Ala lie Ala Val Ala Leu Ala Gly Phe Ala 
1 5 10 15 

Thr Val Ala Gin Ala Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp 
20 25 30 

Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr 
35 40 45 

Tyr Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser 
50 5 5 60 

Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro 
65 .70 75 80 

Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu 
8 5 90 95 

Leu Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu. Glu Pro Val Gin 
100 105 110 

Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp 
115 120 125 

Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr 
130 135 140 

Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe 
145 150 155 160 

Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala 
165 170 175 

Leu Leu- Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp 
180 185 190 

Lys Val Glu Thr. Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly 



195 200 205 

<210> 17 

<211> 570 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 17 
catatgttcc 


caaccattcc 


cttatccagg 


ctttttgaca acgctatgct 


ccgcgcccat 


60 


cgtctgcacc 


agctggcctt 


tgacacctac 


caggagtttg 


aagaagccta 


tatcccaaag 


120 


gaacagaagt 


attcattcct 


gcagaacccc 


cagacctccc 


tctgtttctc 


agagtctatt 


180 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


cagaaatcca 


acctagagct 


gctccgcatc 


240 


tccctgctgc 


tcatccagtc 


gtggctggag 


cccgtgcagt 


tcctcaggag 


tgtcttcgcc 


300 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


aacgtctatg 


acctcctaaa 


ggacctagag 


360 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


gaagatggca 


gcccccggac 


tgggcagatc 


420 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactcacaca 


acgatgacgc 


actactcaag 


480 


aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgcgc 


540 


atcgtgcagt 


gccgctctgt 


ggagggatcc 








570 



<210> 18 

<211> 188 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 18 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 



Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 ' 80 



Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 



Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly 
. 180 185 

<210> 19 

<211> 52 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 19 

taccatatga catgatcatg tggcttcttc ccaaccattc ccttatccag gc 



<210> 20 

<211> 588 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 20 

catatgacat gatcatgtgg cttcttccca accattccct tatccaggct ttttgacaac 
gctatgctcc gcgcccatcg tctgcaccag ctggcctttg acacctacca ggagtttgaa 
gaagcctata tcccaaagga acagaagtat tcattcctgc agaaccccca gacctccctc 
tgtttctcag agtctattcc gacaccctcc aacagggagg aaacacaaca gaaatccaac 
ctagagctgc tccgcatctc cctgctgctc atccagtcgt ggctggagcc cgtgcagttc 
ctcaggagtg tcttcgccaa cagcctggtg tacggcgcct ctgacagcaa cgtctatgac 
ctcctaaagg acctagagga aggcatccaa acgctgatgg ggaggctgga agatggcagc 
ccccggactg ggcagatctt caagcagacc tacagcaagt tcgacacaaa ctcacacaac 



gatgacgcac tactcaagaa ctacgggctg ctctactgct tcaggaagga catggacaag 



gtcgagacat tcctgcgcat cgtgcagtgc cgctctgtgg agggatcc 



<210> 21 

<211> 191 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 21 

Ser Cys Gly Phe Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn 
1 5 10 15 

Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr 
20 25 30 

Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe 
35 40 45 

Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr 
50 55 60 

Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu 
65 70 75 80 

Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe 
85 90 95 

Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser 
100 105 110 

Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu 
115 120 125 

Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys 
130 135 140 

Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu 
145 150 155 160 

Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys 
165 170 175 

Val Glu Thr Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly 
180 185 190 

<210> 22 

<211> 42 

<212> DNA 

<213> Artificial 



<220> 

<223> synthetic sequence 

<400> 22 

tacgaattcc attgatcatg tggcttctag taggtcgacg at 

<210> 23 

<211> 4 

<212> PRT 

<213> Artificial 

<220> 

<2 23> synthetic sequence 

<400> 23 

Ser Cys Gly Phe 
1 

<210> 24 

<211> 51 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 24 

tacgaattcc attgatcatg tggcttcaaa aagaaatagt aggtcgacga t 

<210> 25 

<211> 7 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 25 

Ser Cys Gly Phe Lys Lys Lys 
1 5 

<210> 26 

<211> 1161 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 26 

catatgacat gatcatgtgg cttcttccca accattccct tatccaggct ttttgacaac 



gctatgctcc gcgcccatcg tctgcaccag ctggcctttg acacctacca ggagtttgaa 



gaagcctata 


tcccaaagga 


acagaagtat 


tcattcctgc 


agaaccccca 


gacctccctc 


180 


tgtttctcag 


agtctattcc 


gacaccctcc 


aacagggagg 


aaacacaaca 


gaaatccaac 


240 


ctagagctgc 


tccgcatctc 


cctgctgctc 


atccagtcgt 


ggctggagcc 


cgtgcagttc 


300 


ctcaggagtg 


tcttcgccaa 


cagcctggtg 


tacggcgcct 


ctgacagcaa 


cgtctatgac 


360 


ctcctaaagg 


acctagagga 


aggcatccaa 


acgctgatgg ggaggctgga 


agatggcagc 


420 


ccccggactg 


ggcagatctt 


caagcagacc 


tacagcaagt 


tcgacacaaa 


ctcacacaac 


480 


gatgacgcac 


tactcaagaa 


ctacgggctg 


ctctactgct 


tcaggaagga 


catggacaag 


540 


gtcgagacat 


tcctgcgcat 


cgtgcagtgc 


cgctctgtgg 


agggatcatg 


tggcttcttc 


600 


ccaaccattc 


ccttatccag 


gctttttgac 


aacgctatgc 


tccgcgccca 


tcgtctgcac 


660 


cagctggcct 


ttgacaccta 


ccaggagttt 


gaagaagcct 


atatcccaaa 


ggaacagaag 


720 


tattcattcc 


tgcagaaccc 


ccagacctcc 


ctctgtttct cagagtctat 


tccgacaccc 


780 


tccaacaggg 


aggaaacaca 


acagaaatcc 


aacctagagc 


tgctccgcat 


ctccctgctg 


840 


ctcatccagt- 


cgtggctgga 


gcccgtgcag 


ttcctcagga 


gtgtcttcgc 


caacagcctg 


900 


gtgtacggcg 


cctctgacag 


caacgtctat 


gacctcctaa 


aggacctaga 


ggaaggcatc 


960 


caaacgctga tggggaggct 




agcccccgga 


ctgggcagat 


■ \~ \~ c* a ^ n c* a c\ 




acctacagca 


agttcgacac 


aaactcacac 


aacgatgacg 


cactactcaa 


gaactacggg 


1080 


ctgctctact 


gcttcaggaa 


ggacatggac 


aaggtcgaga 


cattcctgcg 


catcgtgcag 


1140 


tgccgctctg 


tggagggatc 


c 








1161 



27 
382 
PRT 

Artificial 
<220> 

<223> synthetic sequence 
<400> 27 

Ser Cys Gly Phe Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn 
1 5 10 15 . 

Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr 
20 25 30 



Gin Glu Phe Glu Glu Ala Tyr lie. Pro Lys Glu Gin Lys Tyr Ser Phe 
35 40 45 



Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr 
50 55 60 



Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu 
65 70 75 80 

Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe 
85 90 95 

Leu Arg Ser Val' Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser 
100 105 110 

Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu 
115 120 125 

Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys 
130 135 140 

Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu 
145 150 155 160. 

Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys 
165 170 175 

Val Glu Thr Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly .Ser 
180 185 190 

Cys Gly Phe Phe Pro Thr He Pro Leu Ser Arg Leu Phe Asp Asn Ala 
195 200 . 205 

Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin 
210 215 220 

Glu Phe Glu Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser Phe Leu 
225 230 235 240 

Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro 
245 250 255 

Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg 
260 265 270 

He Ser Leu Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu 
275 280 285 

Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn 
290 295 300 

Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met 
3 05 310 315 32 0 

Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin He Phe Lys Gin 
325 330 335 



Thr. Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu 
340 345 350 



Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val 
355 360 365 

Glu Thr Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly 
370 375 380 

<210> 28 

<211> 1152 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> misc_feature 

<222> (574) . . (1146) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 28 

tgatcatgtg gcttcttccc aaccattccc ttatccaggc tttttgacaa cgctatgctc 60 

cgcgcccatc gtctgcacca gctggccttt gacacctacc aggagtttga agaagcctat 12 0 

atcccaaagg aacagaagta ttcattcctg cagaaccccc agacctccct ctgtttctca 180 

gagtctattc' cgacaccctc caacagggag gaaacacaac agaaatccaa cctagagctg 240 

ctccgcatct ccctgctgct catccagtcg tggctggagc ccgtgcagtt cctcaggagt 300 

gtcttcgcca acagcctggt gtacggcgcc tctgacagca acgtctatga cctcctaaag 360 

gacctagagg aaggcatcca aacgctgatg gggaggctgg aagatggcag cccccggact 420 

gggcagatct tcaagcagac ctacagcaag ttcgacacaa actcacacaa cgatgacgca 480 

ctactcaaga actacgggct gctctactgc ttcaggaagg acatggacaa ggtcgagaca 540 

ttcctgcgca tcgtgcagtg ccgctctgtg gagggatcat gtggcttctt cccaaccatt 600 

cccttatcca ggctttttga caacgctatg ctccgcgccc atcgtctgca ccagctggcc 660 

tttgacacct accaggagtt tgaagaagcc tatatcccaa aggaacagaa gtattcattc 720 

ctgcagaacc cccagacctc cctctgtttc tcagagtcta ttccgacacc ctccaacagg 780 

gaggaaacac aacagaaatc caacctagag ctgctccgca tctccctgct gctcatccag 84 0 

tcgtggctgg agcccgtgca gttcctcagg agtgtcttcg ccaacagcct ggtgtacggc 900 

gcctctgaca gcaacgtcta tgacctccta aaggacctag aggaaggcat ccaaacgctg 960 

atggggaggc tggaagatgg cagcccccgg actgggcaga tcttcaagca gacctacagc 102 0 

aagttcgaca caaactcaca' caacgatgac gcactactca agaactacgg gctgctctac 1080 



tgcttcagga aggacatgga caaggtcgag acattcctgc gcatcgtgca gtgccgctct 1140 
gtggagggat cc 1152 



<210> 29 

<211> 382 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MIS C_FE ATURE 

<222> (191) . . (381) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 29 

Ser Cys Gly Phe Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn 
1 5 10 15 

Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr 
20 25 30 

Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe 
35 40 45 

Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr 
50 55 60 

Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu 
65 70 75 80 



Arg lie Ser Leu 



Leu Arg Ser Val 
100 

Asn Val Tyr Asp 
115 

Met Gly Arg Leu 
130 

Gin Thr Tyr Ser 
14 5 

Leu Lys Asn Tyr 



Leu Leu He Gin 
85 

Phe Ala Asn Ser 



Leu Leu Lys Asp 
120 

Glu Asp Gly Ser 

135 

Lys Phe Asp Thr 
150 

Gly Leu Leu Tyr 
165 



Ser Trp Leu Glu 
90 

Leu Val Tyr Gly 
105 

Leu Glu Glu Gly 



Pro Arg Thr Gly 
140 

Asn Ser His Asn 
155 

Cys Phe Arg Lys 
170 



Pro Val Gin Phe 
95 

Ala Ser Asp Ser 
110 

He Gin Thr Leu 
125 

Gin He Phe Lys 



Asp Asp Ala Leu 
160 

Asp Met Asp Lys 
175 



Val Glu Thr Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly Ser 



180 185 190 

Cys Gly Phe Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala 
195 200 205 

Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin 
210 215 220 

Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu 
225 230 235 240 

Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro 
245 250 255 

Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg 
260 265 270 

lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val-Gln Phe Leu 
275 280 285 

Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn 
290 295 300 

Val Tyr Asp Leu Leu Lys Asp Leu Glu .Glu Gly lie Gin Thr Leu Met 
305 310 315 320 

Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin 
325 330 335 

Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu 
340 345 350 

Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val 
355 360 365 

Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly 
370 375 380 

<210> 30 

<211> 606 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 30 

catatgttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 
cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 
gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 
ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 
tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 



aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 360 

gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 420 

ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 480 

aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcctgcgc 540 

atcgtgcagt gccgctctgt ggagggatcc gaattccatt gatcatgtgg cttctagtag 600 

gtcgac 606 



<210> 31 

<211> 1737 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> misc_f eature 

<222> (1138) . . (1710) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 31 
catatgttcc 


caaccattcc 


cttatccagg 


ctttttgaca 


acgctatgct 


ccgcgcccat 


60 


cgtctgcacc 


agctggcctt 


tgacacctac 


caggagtttg 


aagaagccta 


tatcccaaag 


120 


gaacagaagt 


attcattcct 


gcagaacccc 


cagacctccc 


tctgtttctc 


agagtctatt 


180 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


cagaaatcca 


acctagagct 


gctccgcatc 


240 


tccctgctgc 


tcatccagtc 


gtggctggag 


cccgtgcagt 


tcctcaggag 


tgtcttcgcc 


300 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


aacgtctatg 


acctcctaaa 


ggacctagag 


360 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


gaagatggca 


gcccccggac 


tgggcagatc 


420 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactcacaca 


acgatgacgc 


actactcaag 


480 


aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgcgc 


540 


atcgtgcagt 


gccgctctgt 


ggagggatca 


tgtggcttct 


tcccaaccat 


tcccttatcc 


600 


aggctttttg 


acaacgctat 


gctccgcgcc 


catcgtctgc 


accagctggc 


ctttgacacc 


660 


taccaggagt 


ttgaagaagc 


ctatatccca 


aaggaacaga 


agtattcatt 


cctgcagaac 


720 


ccccagacct 


ccctctgttt 


ctcagagtct 


attccgacac 


cctccaacag 


ggaggaaaca 


780 


caacagaaat 


ccaacctaga 


gctgctccgc 


atctccctgc 


tgctcatcca 


gtcgtggctg 


840 



gagcccgtgc 


agttcctcag 


gagtgtcttc 


gccaacagcc 


tggtgtacgg 


cgcctctgac 


900 


agcaacgtct 


atgacctcct 


aaaggaccta 


gaggaaggca 


tccaaacgct 


gatggggagg 


960 


ctggaagatg 


gcagcccccg 


gactgggcag 


atcttcaagc 


agacctacag 


caagttcgac 


1020 


acaaactcac 


acaacgatga 


cgcactactc 


aagaactacg 


ggctgctcta 


ctgcttcagg 


1080 


aaggacatgg 


acaaggtcga 


gacattcctg 


cgcatcgtgc 


agtgccgctc 


tgtggaggga 


1140 


tcatgtggct 


tcttcccaac 


cattccctta 


tccaggcttt 


ttgacaacgc 


tatgctccgc 


1200 


gcccatcgtc 


tgcaccagct 


ggcctttgac 


acctaccagg 


agtttgaaga 


agcctatatc 


1260 


ccaaaggaac 


agaagtattc 


attcctgcag 


aacccccaga 


cctccctctg 


tttctcagag 


13 2 0 


tctattccga 


caccctccaa 


cagggaggaa 


acacaacaga 


aatccaacct 


agagctgctc 


1380 


cgcatctccc 


tgctgctcat 


ccagtcgtgg 


ctggagcccg 


tgcagttcct 


caggagtgtc 


144 0 


ttcgccaaca 


gcctggtgta 


cggcgcctct 


gacagcaacg 


tctatgacct 


cctaaaggac 


1500 


ctagaggaag 


gcatccaaac 


gctgatgggg 


aggctggaag 


atggcagccc 


ccggactggg 


1560 


cagatcttca 


agcagaccta 


cagcaagttc 


gacacaaact 


cacacaacga 


tgacgcacta 


1620 


ctcaagaact 


acgggctgct 


ctactgcttc 


aggaaggaca 


tggacaaggt 


cgagacattc 


1680 


ctgcgcatcg 


tgcagtgccg 


ctctgtggag 


ggatcatgtg 


gcttctagta 


ggtcgac 


1737 



<210> 32 

<211> 574 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MI SC_FEATURE 

<222> (379) . . (569) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<220> 

<221> mat_peptide 
<222> (1)..() 

<400> 32 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 



Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 



Glu Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 



Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser 
65 70 . 75 80 

Leu Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin He Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 .190 

Phe Pro Thr He Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
195 200 205 

Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu 
210 215 220 

Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro 
225 230 235 240 

Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn Arg 
245 250 255 

Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser Leu 
260 265 270 

Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val 
275 280 285 

Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 
290 295 300 

Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg Leu 
305 310 315 320 



Glu Asp Gly Ser Pro Arg Thr Gly Gin He Phe Lys Gin Thr Tyr Ser 
325 330 335 



Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
340 345 350 



Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
355 360 365 

Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe Phe 
370 375 380 

Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg Ala 
385 390 395 400 

His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu Glu 
405 410 415 

Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro Gin 
420 425 430 

Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg Glu 
435 440 445 

Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu Leu 
450 455 460 

Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe 
465 470 475 480 

Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu 
485 490 495 

Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu Glu 
500 505 510 

Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser Lys 
515 520 525 

Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly 
530 535 540 

Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu 
545 550 555 560 

Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
565 570 

<210> 33 

<211> 55 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 33 

taccatatga catgatcatg tggcttcggt ttcccaacca ttcccttatc caggc 



<210> 34 

<211> 591 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 34 



catatgacat 


gatcatgtgg 


cttcggtttc 


ccaaccattc 


ccttatccag gctttttgac 


aacgctatgc 


tccgcgccca 


tcgtctgcac 


cagctggcct 


ttgacaccta 


ccaggagttt 


gaagaagcct 


atatcccaaa 


ggaacagaag 


tattcattcc 


tgcagaaccc 


ccagacctcc 


ctctgtttct 


cagagtctat 


tccgacaccc 


tccaacaggg 


aggaaacaca 


acagaaatcc 


aacctagagc 


tgctccgcat 


ctccctgctg 


ctcatccagt 


cgtggctgga 


gcccgtgcag 


ttcctcagga 


gtgtcttcgc 


caacagcctg 


gtgtacggcg 


cctctgacag 


caacgtctat 


gacctcctaa 


aggacctaga 


ggaaggcatc 


caaacgctga 


tggggaggct 


ggaagatggc 


agcccccgga 


ctgggcagat 


cttcaagcag 


acctacagca 


agttcgacac 


aaactcacac 


aacgatgacg 


cactactcaa 


gaactacggg 


ctgctctact 


gcttcaggaa 


ggacatggac 


aaggtcgaga 


cattcctgcg 


catcgtgcag 


tgccgctctg 


tggagggatc 


c 



<210> 35 

<211> 192 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 35 

Ser Cys Gly Phe Gly Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp 
15 10 15 

Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr 
20 25 30 

Tyr Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser 
35 40 45 

Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro 
50 55 60 

Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu 
65 70 75 80 



Leu Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin 



85 



90 



95 



Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp 
100 105 110 

Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr 
115 120 125 

Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe 
130 135 140 

Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala 
145 150 155 160 

Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp 
165 170 175 

Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly 
180 185 190 

<210> 36 
<211> 1158 
<212> DNA 
<213> Artificial 

<220> 

<2 23> synthetic sequence 
<220> 

<221> misc_f eature 

<222> (577) . . (1152) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 36 

tgatcatgtg gcttcggttt cccaaccatt cccttatcca ggctttttga caacgctatg 60 

ctccgcgccc atcgtctgca ccagctggcc tttgacacct accaggagtt tgaagaagcc 120 

tatatcccaa aggaacagaa gtattcattc ctgcagaacc cccagacctc cctctgtttc 180 

tcagagtcta ttccgacacc ctccaacagg gaggaaacac aacagaaatc caacctagag 240 

ctgctccgca tctccctgct gctcatccag tcgtggctgg agcccgtgca gttcctcagg 300 

agtgtcttcg ccaacagcct ggtgtacggc gcctctgaca gcaacgtcta tgacctccta 360 

aaggacctag aggaaggcat ccaaacgctg atggggaggc tggaagatgg cagcccccgg 420 

actgggcaga tcttcaagca gacctacagc aagttcgaca caaactcaca caacgatgac 480 

gcactactca agaactacgg gctgctctac tgcttcagga aggacatgga caaggtcgag 540 

acattcctgc gcatcgtgca gtgccgctct gtggagggat catgtggctt cggtttccca 600 

accattccct tatccaggct ttttgacaac gctatgctcc gcgcccatcg tctgcaccag 660 



ctggcctttg acacctacca ggagtttgaa gaagcctata tcccaaagga acagaagtat 720 

tcattcctgc agaaccccca gacctccctc tgtttctcag agtctattcc gacaccctcc 780 

aacagggagg aaacacaaca gaaatccaac ctagagctgc tccgcatctc cctgctgctc 840 

atccagtcgt ggctggagcc cgtgcagttc ctcaggagtg tcttcgccaa cagcctggtg 900 

tacggcgcct ctgacagcaa cgtctatgac ctcctaaagg acctagagga aggcatccaa 960 

acgctgatgg ggaggctgga agatggcagc ccccggactg ggcagatctt caagcagacc 102 0 

tacagcaagt tcgacacaaa ctcacacaac gatgacgcac tactcaagaa ctacgggctg 1080 

ctctactgct tcaggaagga catggacaag gtcgagacat tcctgcgcat cgtgcagtgc 1140 
cgctctgtgg agggatcc . 1158 



<210> 37 

<211> 384 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MIS C_F E ATURE 

<222> (192) . . (383) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 37 

Ser Cys Gly Phe Gly Phe Pro Thr He Pro Leu Ser Arg Leu Phe Asp 
1. 5 10 15 

Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr 
20 25 30 

Tyr Gin Giu Phe Glu Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser 
35 40 45 

Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro 
50 55 60 

Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu 
65 70 75 80 

Leu Arg He Ser Leu Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin 
85 90 95 

Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp 
100 105 110 



Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr 
.115 120 125 



Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe 
130 135 140 

Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala 
145 150 155 160 

Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp 
165 170 175 

Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly 
180 185 190 

Ser Cys Gly Phe Gly Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp 
195 200 205 

Asn -Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr 
210 215 220 

Tyr Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser 
225 230 235 240 

Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro 
245 250 255 

Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu 
260 265 270 

Leu Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin 
275 280 285 

Phe Leu Arg Ser Val Phe Ala- Asn Ser Leu Val Tyr Gly Ala Ser Asp 
290 295 ' 300 

Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr 
305 310 315 320 

Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe 
325 330 335 

Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala 
340 345 350 

Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp 
355 360 365 

Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly 
370 375 380 

<210> 38 

<211> 1743 

<212> DNA 

<213> Artificial 



<220> 

<223> synthetic sequence 



<220> 

<221> misc__f eature 

<222> (1141) . . (1716) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 38 



catatgttcc 


caaccattcc 


cttatccagg 


ctttttgaca 


acgctatgct 


ccgcgcccat 


60 


cgtctgcacc 


agctggcctt 


tgacacctac 


caggagtttg 


aagaagccta 


tatcccaaag 


120 


gaacagaagt 


attcattcct 


gcagaacccc 


cagacctccc 


tctgtttctc 


agagtctatt 


180 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


cagaaatcca 


acctagagct 


gctccgcatc 


240 


tccctgctgc 


tcatccagtc 


gt'ggctggag 


cccgtgcagt 


tcctcaggag 


tgtcttcgcc 


300 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


aacgtctatg 


acctcctaaa 


ggacctagag 


■ 360 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


gaagatggca 


gcccccggac 


tgggcagatc 


420 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactcacaca 


acgatgacgc 


actactcaag 


480 


aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgcgc 


540 


atcgtgcagt 


gccgctctgt 


ggagggatca 


tgtggcttcg 


gtttcccaac 


cattccctta 


600 


tccaggcttt 


ttgacaacgc 


tatgctccgc 


gcccatcgtc 


tgcaccagct 


ggcctttgac 


660 


acctaccagg 


agtttgaaga 


agcctatatc 


ccaaaggaac 


agaagtattc 


attcctgcag 


720 


aacccccaga 


cctccctctg 


tttctcagag 


tctattccga 


caccctccaa 


cagggaggaa 


780 


acacaacaga 


aatccaacct 


agagctgctc 


cgcatctccc 


tgctgctcat 


ccagtcgtgg 


840 


ctggagcccg 


tgcagttcct 


caggagtgtc 


ttcgccaaca 


gcctggtgta 


cggcgcctct 


you 


gacagcaacg 


tctatgacct 


cctaaaggac 


ctagaggaag 


gcatccaaac 


gctgatgggg 


960 


aggctggaag 


atggcagccc 


ccggactggg 


cagatcttca 


agcagaccta 


cagcaagttc 


1020 


gacacaaact 


cacacaacga 


tgacgcacta 


ctcaagaact 


acgggctgct 


ctactgcttc 


1080 


aggaaggaca 


tggacaaggt 


cgagacattc 


ctgcgcatcg 


tgcagtgccg 


ctctgtggag 


1140 


ggatcatgtg 


gcttcggttt 


cccaaccatt 


cccttatcca 


ggctttttga 


caacgctatg 


1200 


ctccgcgccc 


atcgtctgca 


ccagctggcc 


tttgacacct 


accaggagtt 


tgaagaagcc 


1260 


tatatcccaa 


aggaacagaa 


gtattcattc 


ctgcagaacc 


cccagacctc 


cctctgtttc 


13 2 0 


tcagagtcta 


ttccgacacc 


ctccaacagg 


gaggaaacac 


aacagaaatc 


caacctagag 


1380 



ctgctccgca tctccctgct gctcatccag tcgtggctgg agcccgtgca gttcctcagg 1440 
agtgtcttcg ccaacagcct ggtgtacggc gcctctgaca gcaacgtcta tgacctccta - 1500 

aaggacctag aggaaggcat ccaaacgctg atggggaggc tggaagatgg cagcccccgg 1560 

actgggcaga tcttcaagca gacctacagc aagttcgaca caaactcaca caacgatgac 1620 

gcactactca agaactacgg gctgctctac tgcttcagga aggacatgga caaggtcgag 1680 

acattcctgc gcatcgtgca gtgccgctct gtggagggat catgtggctt ctagtaggtc 1740 

gac 1743 



<210> 39 

<211> 576 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MIS C_FE ATURE 

<222> (380) . . (571) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<220> 

<221> mat_peptide 
<222> (1) . . () 

<400> 39 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 . 5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn' 
35 40 .45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser 
65 70 75 80 

Leu Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 



Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

Gly Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
195 200 205 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
210 215 220 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
225 230 235 240 

Pro Gin Thr Ser Leu. Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
245 250 255 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
260 265 270 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
275 280 285 



Val Phe Ala Asn Ser Leu Val Tyr 
290 295 

Asp Leu Leu Lys Asp Leu Glu Glu 
305 310 

Leu Glu Asp Gly Ser Pro Arg Thr 
325 

Ser Lys Phe Asp Thr Asn Ser His 
340 

Tyr Gly Leu Leu Tyr Cys Phe Arg 
355 360 

Phe Leu Arg lie Val Gin Cys Arg 
370 375 

Gly Phe Pro Thr lie Pro Leu Ser 
385 390 



Gly Ala Ser Asp Ser Asn Val Tyr 
300 

Gly lie Gin Thr Leu Met Gly Arg 
315 320 

Gly Gin lie Phe Lys Gin Thr Tyr 
330 335 

Asn Asp Asp Ala Leu Leu Lys Asn 
345 350 

Lys Asp Met Asp Lys Val Glu Thr 
365 

Ser Val Glu Gly Ser Cys Gly Phe 
380 

Arg Leu Phe Asp Asn Ala Met Leu 
395 400 



Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
405 410 415 



Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
420 425 430 



Pro Gin Thr Ser Leu Cys Phe Ser 
435 440 

Arg Glu Glu Thr Gin Gin Lys Ser 
450 455 

Leu Leu Leu lie Gin Ser Trp Leu 
465 470 

Val Phe Ala Asn Ser Leu Val Tyr 
485 



Glu Ser lie Pro Thr Pro Ser Asn 
445 

Asn Leu Glu Leu Leu Arg lie Ser 
460 

Glu Pro Val Gin Phe Leu Arg Ser 
475 480 

Gly Ala Ser Asp Ser Asn Val Tyr 
490 495 



Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
500 505 510 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
515 520 525 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
530 535 540 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
545 550 555 560 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
565 570 575 

<210> 40 

<211> 39 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 40 

cgcggatcct catgagaagc cacagctgcc ctccacaga 



<210> 41 

<211> 591 

<212> DNA 

<213> Artificial 



<2 2 0> 

<223> synthetic sequence 
<400> 41 

catatgttcc caaccattcc cttatccagg 
cgtctgcacc agctggcctt tgacacctac 
gaacagaagt attcattcct gcagaacccc 



ctttttgaca acgctatgct ccgcgcccat 
caggagtttg aagaagccta tatcccaaag 
cagacctccc tctgtttctc agagtctatt 



ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 
tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 
aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 
gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 
ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 
aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcctgcgc 
atcgtgcagt gccgctctgt ggagggcagc tgtggcttct catgaggatc c 



<210> 42 

<211> 193 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 42 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
15 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 



Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

Ser 



<210> 43 

<211> 50 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 43 

catgccatgg ggtggtggag gaagtttccc aaccattccc ttatccaggc 50 



<210> 44 

<211> 606 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 44 
ccatggggtg 


gtggaggaag 


tttcccaacc 


attcccttat 


ccaggctttt 


tgacaacgct 


60 


atgctccgcg 


cccatcgtct 


gcaccagctg 


gcctttgaca 


cctaccagga 


gtttgaagaa 


120 


gcctatatcc 


caaaggaaca 


gaagtattca 


ttcctgcaga 


acccccagac 


ctccctctgt 


180 


ttctcagagt 


ctattccgac 


accctccaac 


a ggg a gg aaa 


cacaacagaa 


atccaaccta 


240 


gagctgctcc 


gcatctccct 


gctgctcatc 


cagtcgtggc 


tggagcccgt 


gcagttcctc 


300 


aggagtgtct 


tcgccaacag 


cctggtgtac 


ggcgcctctg 


acagcaacgt 


ctatgacctc 


360 


ctaaaggacc 


tagaggaagg 


catccaaacg 


ctgatgggga 


ggctggaaga 


tggcagcccc 


420 


cggactgggc 


agatcttcaa 


gcagacctac 


agcaagttcg 


acacaaactc 


acacaacgat 


480 


gacgcactac 


tcaagaacta 


cgggctgctc 


tactgcttca 


ggaaggacat 


ggacaaggtc 


540 


gagacattcc 


tgcgcatcgt 


gcagtgccgc 


tctgtggagg 


gcagctgtgg 


cttctcatga 


600 


ggatcc 












606 



<210> 45 

<211> 198 

<212> PRT 

<213> Artificial 



<220> 



<223> synthetic sequence 



<400> 45 

Trp Gly Gly Gly Gly Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe 
1 5 10 15 

Asp Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp 
20 25 30 

Thr Tyr Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr 
35 40 45 

Ser Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie 
50 55 60 

Pro Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu 
65 70 75 80 

Leu Leu Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val 
85 90 95 

Gin Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser 
100 105 110 

Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin 
115 120 125 

Thr Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie 
130 135 140 

Phe Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp 
145 150 155 160 

Ala Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met 
165 170 175 

Asp Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu 
180 185 190 

Gly Ser Cys Gly Phe Ser 
195 

<210> 46 

<211> 603 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 46 

ccatggggtg gtggaggaag tttcccaacc attcccttat ccaggctttt tgacaacgct 
atgctccgcg cccatcgtct gcaccagctg gcctttgaca cctaccagga gtttgaagaa 
gcctatatcc caaaggaaca gaagtattca ttcctgcaga acccccagac ctccctctgt 



ttctcagagt ctattccgac accctccaac agggaggaaa cacaacagaa atccaaccta 
gagctgctcc gcatctccct gctgctcatc cagtcgtggc tggagcccgt gcagttcctc 
aggagtgtct tcgccaacag cctggtgtac ggcgcctctg acagcaacgt ctatgacctc 
ctaaaggacc tagaggaagg catccaaacg ctgatgggga ggctggaaga tggcagcccc 
cggactgggc agatcttcaa gcagacctac agcaagttcg acacaaactc acacaacgat 
gacgcactac tcaagaacta cgggctgctc tactgcttca ggaaggacat ggacaaggtc 
gagacattcc tgcgcatcgt gcagtgccgc tctgtggagg gcagctgtgg cttctaggga 
tec 



<210> 47 

<211> 197 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 47 

Trp Gly Gly Gly Gly Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe 
1 5 10 15 

Asp Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp 
20 25 30 

Thr Tyr Gin. Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr 
35 40 45 

Ser Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie 
50 55 60 

Pro Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu .Glu 
65 70 75 80 

Leu Leu Arg lie Ser Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val 
85 90 95 

Glh Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser 
1 100 105 110 

Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin 
115 120 125 

Thr Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie 
130 135 140 

Phe Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp 
145 150 155 160 



Ala Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met 
165 170 175 

Asp Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu 
180 185 190 

Gly Ser Cys Gly Phe 
195 

<210> 48 

<211> 1200 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> misc_feature 

<222> (595) . . (1188) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 48 

ccatggggtg gtggaggaag tttcccaacc attcccttat ccaggctttt tgacaacgct 60 

atgctccgcg cccatcgtct gcaccagctg gcctttgaca cctaccagga gtttgaagaa 120 

gcctatatcc caaaggaaca gaagtattca ttcctgcaga acccccagac ctccctctgt 180 

ttc.tcagagt ctattccgac accctccaac agggaggaaa cacaacagaa atccaaccta 240 

gagctgctcc gcatctccct gctgctcatc cagtcgtggc tggagcccgt gcagttcctc 300 

aggagtgtct tcgccaacag cctggtgtac ggcgcctctg acagcaacgt ctatgacctc 360 

ctaaaggacc tagaggaagg catccaaacg ctgatgggga ggctggaaga tggcagcccc 420 

cggactgggc agatcttcaa gcagacctac agcaagttcg acacaaactc acacaacgat 4 80 

gacgcactac tcaagaacta cgggctgctc tactgcttca ggaaggacat ggacaaggtc 540 

gagacattcc tgcgcatcgt gcagtgccgc tctgtggagg gcagctgtgg cttctcatgg 600 

ggtggtggag gaagtttccc aaccattccc ttatccaggc tttttgacaa cgctatgctc 660 

cgcgcccatc gtctgcacca gctggccttt gacacctacc aggagtttga agaagcctat 720 

atcccaaagg aacagaagta ttcattcctg cagaaccccc agacctccct ctgtttctca 780 

gagtctattc cgacaccctc caacagggag gaaacacaac agaaatccaa cctagagctg 840 

ctccgcatct ccctgctgct catccagtcg tggctggagc ccgtgcagtt cctcaggagt 900 

gtcttcgcca acagcctggt gtacggcgcc tctgacagca acgtctatga cctcctaaag 960 



gacctagagg aaggcatcca aacgctgatg gggaggctgg aagatggcag cccccggact 1020 

gggcagatct tcaagcagac ctacagcaag ttcgacacaa actcacacaa cgatgacgca 1080 

ctactcaaga actacgggct gctctactgc ttcaggaagg acatggacaa ggtcgagaca 1140 

ttcctgcgca tcgtgcagtg ccgctctgtg gagggcagct gtggcttctc atgaggatcc 1200 



<210> 49 

<211> 396 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MISC_FEATURE 

<222> (198) . . (395) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 49 

Trp Gly Gly Gly Gly Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe 
1 5 10 15 

Asp Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp 
20 25 30 



Thr Tyr Gin Glu 
35 

Ser Phe Leu Gin 
50 

Pro Thr Pro Ser 
65 

Leu Leu Arg He 



Gin Phe Leu Arg 
100 

Asp Ser Asn Val 
115 

Thr Leu Met Gly 
130 

Phe Lys Gin Thr 
145 



Phe Glu Glu Ala 
40 

Asn Pro Gin Thr 
55 

Asn Arg Glu Glu 
70 

Ser Leu Leu Leu 
85 

Ser Val Phe Ala 



Tyr Asp Leu Leu 
120 

Arg Leu Glu Asp 
135 

Tyr Ser Lys Phe 
150 



Tyr He Pro Lys 



Ser Leu Cys Phe 
60 

Thr Gin Gin Lys 
75 

He Gin Ser Trp 
90 

Asn Ser Leu Val 
105 

Lys Asp Leu Glu 



Gly Ser Pro Arg 
140 

Asp Thr Asn Ser 
155 



Glu Gin Lys Tyr 
45 

Ser Glu Ser He 



Ser Asn Leu Glu 
80 

Leu Glu Pro Val 
95 

Tyr Gly Ala Ser 
110 

Glu Gly He Gin 
125 

Thr Gly Gin He 



His Asn Asp Asp 
160 



Ala Leu Leu Lys 



Asp Lys Val Glu 
180 

Gly Ser Cys Gly 
195 

Pro Leu Ser Arg 
210 

His Gin Leu Ala 
225 

Pro Lys Glu Gin 



Cys Phe Ser Glu 
260 

Gin Lys Ser Asn 
275 



Asn Tyr Gly Leu 
165 

Thr Phe Leu Arg 



Phe Ser Trp Gly 
200 

Leu Phe Asp Asn 
215 

Phe Asp Thr Tyr 
230 

Lys Tyr Ser Phe 
245 

Ser lie Pro Thr 



Leu Glu Leu Leu 
280 



Leu Tyr Cys Phe 
170 

He Val Gin Cys 
185 

Gly Gly Gly Ser 



Ala Met Leu Arg 
220 

Gin Glu Phe Glu 

235 

Leu Gin Asn Pro 
250 

Pro Ser Asn Arg 
265 

Arg He Ser Leu 



Arg Lys Asp Met 
175 

Arg Ser Val Glu 
190 

Phe Pro Thr He 
205 

Ala His Arg Leu 



Glu Ala Tyr He 
240 

Gin Thr Ser Leu 
255 

Glu Glu Thr Gin 
270 

Leu Leu He Gin 
285 



Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe Ala Asn Ser 
290 295 300 

Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp 
305 310 315 320 

Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg Leu Glu Asp Gly Ser 
325 330 335 



Pro Arg Thr Gly Gin He Phe Lys 
340 

Asn Ser His Asn Asp Asp Ala Leu 
355 360 

Cys Phe Arg Lys Asp Met Asp Lys 
370 375 

Gin Cys Arg Ser Val Glu Gly Ser 
385 390 



Gin Thr Tyr Ser Lys Phe Asp Thr 
345 350 

Leu Lys Asn Tyr Gly Leu Leu Tyr 

365 

Val Glu Thr Phe Leu Arg He Val 
380 

Cys Gly Phe Ser 
395 



<210> 50 

<211> 1185 

<212> DNA 

<213> Artificial 



<220> 

<223> synthetic sequence 
<400> 50 

catatgttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 



cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 



gaacagaagt 


attcattcct 


gcagaacccc 


cagacctccc 


tctgtttctc 


agagtctatt 


180 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


cagaaatcca 


acctagagct 


gctccgcatc 


240 


tccctgctgc 


tcatccagtc 


gtggctggag 


cccgtgcagt 


tcctcaggag 


tgtcttcgcc 


300 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


aacgtctatg 


acctcctaaa 


ggacctagag 


360 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


gaagatggca 


gcccccggac 


tgggcagatc 


420 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactcacaca 


acgatgacgc 


actactcaag 


480 


aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgcgc 


540 


atcgtgcagt 


gccgctctgt 


ggagggcagc 


tgtggcttct 


catggggtgg 


tggaggaagt 


600 


ttcccaacca 


ttcccttatc 


caggcttttt 


gacaacgcta 


tgctccgcgc 


ccatcgtctg 


660 


caccagctgg 


cctttgacac 


ctaccaggag 


tttgaagaag 


cctatatccc 


aaaggaacag 


720 


aagtattcat 


tcctgcagaa 


cccccagacc 


tccctctgtt 


tctcagagtc 


tattccgaca 


780 


ccctccaaca 


gggaggaaac 


acaacagaaa 


tccaacctag 


agctgctccg 


catctccctg 


840 


ctgctcatcc 


agtcgtggct 


ggagcccgtg 


cagttcctca 


ggagtgtctt 


cgccaacagc 


900 


ctggtgtacg 


gcgcctctga 


cagcaacgtc 


tatgacctcc 


taaaggacct 


agaggaaggc 


960 




uya uy y yy "-y 


y uyy dcty d u 




an 3 c f~ cicicic 3 
yyciVw- l y y y v_. d 




102 0 


cagacctaca 


gcaagttcga 


cacaaactca 


cacaacgatg 


acgcactact 


caagaactac 


1080 


gggctgctct 


actgcttcag 


gaaggacatg 


gacaaggtcg 


agacattcct 


gcgcatcgtg 


1140 


cagtgccgct 


ctgtggaggg 


cagctgtggc 


ttctcatgag 


gatcc 




1185 



51 
391 
PRT 

Artificial 
<220> 

<22 3> synthetic sequence 
<220> 

<221> mat_peptide 
<222> (1) . . () 

<400> 51 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
15 10 15 



<210> 
<211> 
<212> 
<213> 



Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 



Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 



Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 . 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val . Glu Thr 
165 170 . 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

Ser Trp Gly Gly Gly Gly Ser Phe Pro Thr He Pro Leu Ser Arg Leu 
195 200 205 

Phe Asp Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe 
210 215 220 

Asp Thr Tyr Gin Glu Phe Glu Glu Ala Tyr He Pro Lys Glu Gin Lys 
225 230 235 240 

Tyr Ser Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser 
245 250 255 

He Pro Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu 
260 265 270 

Glu Leu Leu Arg He Ser Leu Leu Leu He Gin Ser Trp Leu Glu Pro 
275 280 285 . 

Val Gin Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala, 
290 295 300 

Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly He 
305 310 315 320 



Gin Thr Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin 
325 330 335 



lie Phe Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp 
340 345 350 

Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp 
355 360 365 

Met Asp Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val 
370 375 380 

Glu Gly Ser Cys Gly Phe Ser 
385 390 

<210> 52 

<211> 1779 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> misc_f eature 

<222> (1174) . . (1767) 

.<223> sequence is repeated N-l times, where N is a positive whole numbe 



<4*00> 52 

catatgttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 60 

cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 12 0 

gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 180 

ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 24 0 

tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 300 

aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 360 

gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 42 0 

ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 480 

aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcctgcgc 540 

atcgtgcagt gccgctctgt ggagggcagc tgtggcttct catggggtgg tggaggaagt 600 

ttcccaacca ttcccttatc caggcttttt gacaacgcta tgctccgcgc ccatcgtctg 660 

caccagctgg cctttgacac ctaccaggag tttgaagaag cctatatccc aaaggaacag 72 0 

aagtattcat tcctgcagaa cccccagacc tccctctgtt tctcagagtc tattccgaca 780 

ccctccaaca gggaggaaac acaacagaaa tccaacctag agctgctccg catctccctg 840 



900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1779 



<210> 53 

<211> 589 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MIS C_FE ATURE 

<222> (391) - - (588) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<220> 

<221> mat_peptide 

<222> (1)..() 

<400> 53 



ctgctcatcc 


agtcgtggct 


ggagcccgtg 


cagttcctca 


ggagtgtctt 


cgccaacagc 


ctggtgtacg 


gcgcctctga 


cagcaacgtc 


tatgacctcc 


taaaggacct 


a 9 a 99 aa ggc 


atccaaacgc 


tgatggggag 


gctggaagat 


ggcagccccc 


ggactgggca 


gatcttcaag 


cagacctaca 


gcaagttcga 


cacaaactca 


cacaacgatg 


acgcactact 


caagaactac 


gggctgctct 


actgcttcag 


gaaggacatg 


gacaaggtcg 


agacattcct 


gcgcatcgtg 


cagtgccgct 


ctgtggaggg 


cagctgtggc 


ttctcatggg 


gtggtggagg 


aagtttccca 


accattccct 


tatccaggct 


ttttgacaac 


gctatgctcc 


gcgcccatcg 


tctgcaccag 


ctggcctttg 


acacctacca 


ggagtttgaa 


gaagcctata 


tcccaaagga 


acagaagtat 


tcattcctgc 


agaaccccca 


gacctccctc 


tgtttctcag 


agtctattcc 


gacaccctcc 


aacagggagg 


aaacacaaca 


gaaatccaac 


ctagagctgc 


tccgcatctc 


cctgctgctc 


atccagtcgt 


ggctggagcc 


cgtgcagttc 


ctcaggagtg 


tcttcgccaa 


cagcctggtg 


tacggcgcct 


ctgacagcaa 


cgtctatgac 


ctcctaaagg 


acctagagga 


aggcatccaa 


acgctgatgg 


ggaggctgga 


agatggcagc 


ccccggactg 


ggcagatctt 


caagcagacc 


tacagcaagt 


tcgacacaaa 


ctcacacaac 


gatgacgcac 


tactcaagaa 


ctacgggctg 


ctctactgct 


tcaggaagga 


catggacaag 


gtcgagacat 


tcctgcgcat 


cgtgcagtgc 


cgctctgtgg 


agggcagctg 


tggcttctca 


tgaggatcc 







Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 



Arg Ala His Arg Leu 
20 

Glu Glu Ala Tyr lie 
35 

Pro Gin Thr Ser Leu 
50 

Arg Glu Glu Thr Gin 
65 

Leu Leu Leu lie Gin 
85 

Val Phe Ala Asn Ser 
100 

Asp Leu Leu Lys Asp 
115 

Leu Glu Asp Gly Ser 
130 

Ser Lys Phe Asp Thr 
145 

Tyr Gly Leu Leu Tyr 
165 

Phe Leu Arg lie Val 
180 

Ser Trp Gly Gly Gly 
195 

Phe Asp Asn Ala Met 

210 

Asp Thr Tyr Gin Glu 

225 

Tyr Ser Phe Leu Gin 
245 

lie Pro Thr Pro Ser 
260 

Glu Leu Leu Arg lie 
275 

Val Gin Phe Leu Arg 
290 



His Gin Leu Ala Phe Asp 
25 

Pro Lys Glu Gin Lys Tyr 
4 0 

Cys Phe Ser Glu Ser lie 
55 

Gin Lys Ser Asn Leu Glu 
70 75 

Ser Trp Leu Glu Pro Val 
90 

Leu Val Tyr Gly Ala Ser 
105 

Leu Glu Glu Gly lie Gin 
120 

Pro Arg Thr Gly Gin lie 
13 5 

Asn Ser His Asn- Asp Asp 
150 155 

Cys Phe Arg Lys Asp Met 
170 

Gin Cys Arg Ser Val Glu 
185 

Gly Ser Phe Pro Thr lie 
200 

Leu Arg Ala His Arg Leu 
215 

Phe Glu Glu Ala Tyr lie 
230 235 

Asn Pro Gin Thr Ser Leu 
250 

Asn Arg Glu Glu Thr Gin 
265 

Ser Leu Leu Leu lie Gin 
280 

Ser Val Phe Ala Asn Ser 
295 



Thr Tyr Gin Glu Phe 
30 

Ser Phe Leu Gin Asn 
45 

Pro Thr Pro Ser Asn 
60 

Leu Leu Arg lie Ser 
80 

Gin Phe Leu Arg Ser 
95 

Asp Ser Asn Val Tyr 
110 

Thr Leu Met Gly Arg 
12 5 

Phe Lys Gin Thr Tyr 
140 

Ala Leu Leu Lys Asn 
160 

Asp Lys Val Glu Thr 
175 

Gly Ser Cys Gly Phe 
190 

Pro Leu Ser Arg Leu 
205 

His Gin Leu Ala Phe 
220 

Pro Lys Glu Gin Lys 
240 

Cys Phe Ser Glu Ser 
255 

Gin Lys Ser Asn Leu 
270 

Ser Trp Leu Glu Pro 
285 

Leu Val Tyr Gly Ala 
300 



Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly lie 
305 310 315 320 



Gin Thr Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin 
325 330 335 



He Phe Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp. 
340 345 350 

Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp 
355 360 365 

Met Asp Lys Val Glu Thr Phe Leu Arg He Val Gin Cys Arg Ser Val 
370 375 380 

Glu Gly Ser Cys Gly Phe Ser Trp Gly Gly Gly Gly Ser Phe Pro Thr 
385 390 395 400 

He Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg Ala His Arg 
405 410 415 

Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu Glu Ala Tyr 
420 425 430 

He Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro Gin Thr Ser 
435 440 445 

Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn Arg Glu Glu Thr 
450 455 460 

Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser Leu Leu Leu He 
465 470 475 480 

Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe Ala Asn 
485 490 495 

Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys 
500 505 510 

Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg Leu Glu Asp Gly 
515 520 525 

Ser Pro Arg Thr Gly Gin He Phe Lys Gin Thr Tyr Ser Lys Phe Asp 
530 535 540 

Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu 
545 550 555 560 

Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu Arg He 
565 570 575 

Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe Ser 
580 585 



<210> 54 

<211> 2370 

<212> DNA 

<213> Artificial 



<220> 



<223> synthetic sequence 



<220> 

<221> misc_feature 

<222> (1174) . . (1767) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 54 



catatgttcc 


caaccattcc 


cttatccagg 


ctttttgaca 


acgctatgct 


ccgcgcccat 


60 


cgtctgcacc 


agctggcctt 


tgacacctac 


caggagtttg 


aagaagccta 


tatcccaaag 


; 120 


gaacagaagt 


attcattcct 


gcagaacccc 


cagacctccc 


tctgtttctc 


agagtctatt 


180 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


cagaaatcca 


acctagagct 


gctccgcatc 


240 


tccctgctgc 


tcatccagtc 


gtggctggag 


cccgtgcagt 


tcctcaggag 


tgtcttcgcc 


3 00 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


aacgtctatg 


acctcctaaa 


ggacctagag 


360 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


gaagatggca 


gcccccggac 


tgggcagatc 


420 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactcacaca 


acgatgacgc 


actactcaag 


4 80 


aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgcgc 


540 


atcgtgcagt 


gccgctctgt 


ggagggcagc 


tgtggcttct 


catggggtgg 


tggaggaagt 


600 


ttcccaacca 


ttcccttatc 


caggcttttt 


gacaacgcta 


tgctccgcgc 


ccatcgtctg 


660 


caccagctgg 


cctttgacac 


ctaccaggag 


tttgaagaag 


cctatatccc 


aaaggaacag 


720 


aagtattcat 


tcctgcagaa 


cccccagacc 


tccctctgtt 


tctcagagtc 


tattccgaca 


780 


ccctccaaca 


gggaggaaac 


acaacagaaa 


tccaacctag 


agctgctccg 


catctccctg 


840 


ctgctcatcc 


agtcgtggct 


ggagcccgtg 


cagttcctca 


ggagtgtctt 


cgccaacagc 


90 0 


ctggtgtacg 


gcgcctctga 


cagcaacgtc 


tatgacctcc 


taaaggacct 


agaggaaggc 


960 


atccaaacgc 


tgatggggag 


gctggaagat 


ggcagccccc 


ggactgggca 


gatcttcaag 


1020 


cagacctaca 


gcaagttcga 


cacaaactca 


cacaacgatg 


acgcactact 


caagaactac 


1080 


gggctgctct 


actgcttcag 


gaaggacatg 


gacaaggtcg 


agacattcct 


gcgcatcgtg 


1140 


cagtgccgct 


ctgtggaggg 


cagctgtggc 


ttctcatggg 


gtggtggagg 


aagtttccca 


1200 


accattccct 


tatccaggct 


ttttgacaac 


gctatgctcc 


gcgcccatcg 


tctgcaccag 


1260 


ctggcctttg 


acacctacca 


ggagtttgaa 


gaagcctata 


tcccaaagga 


acagaagtat 


1320 


tcattcctgc 


agaaccccca 


gacctccctc 


tgtttctcag 


agtctattcc 


gacaccctcc 


1380 


aacagggagg 


aaacacaaca 


gaaatccaac 


ctagagctgc 


tccgcatctc 


cctgctgctc 


1440 



atccagtcgt 


ggctggagcc 


cgtgcagttc 


ctcaggagtg 


tcttcgccaa 


cagcctggtg 


1500 


tacggcgcct 


ctgacagcaa 


cgtctatgac 


ctcctaaagg 


acctagagga 


aggcatccaa 


1560 


acgctgatgg 


ggaggctgga 


agatggcagc 


ccccggactg 


ggcagatctt 


caagcagacc 


1620 


tacagcaagt 


tcgacacaaa 


ctcacacaac 


gatgacgcac 


tactcaagaa 


etaegggctg 


1680 


ctctactgct 


tcaggaagga 


catggacaag 


gtcgagacat 


tcctgcgcat 


cgtgcagtgc 


1740 


cgctctgtgg 


agggcagctg 


tggcttctca 


tggggtggtg 


gaggaagttt 


cccaaccatt 


1800 


cccttatcca 


ggctttttga 


caacgctatg 


ctccgcgccc 


atcgtctgca 


ccagctggcc 


1860 


tttgacacct 


accaggagtt 


tgaagaagcc 


tatatcccaa 


aggaacagaa 


gtattcattc 


1920 


ctgcagaacc 


cccagacctc 


cctctgtttc 


tcagagtcta 


ttccgacacc 


ctccaacagg 


1980 


gaggaaacac 


aacagaaatc 


caacctagag 


ctgctccgca 


tctccctgct 


gctcatccag 


2040 


tcgtggctgg 


agcccgtgca 


gttcctcagg 


agtgtcttcg 


ccaacagcct 


ggtgtacggc 


2100 


gcctctgaca 


gcaacgtcta 


tgacctccta 


aaggacctag 


aggaaggcat 


ccaaacgctg 


2160 




taaaaaataa 


cagcccccgg 


ac tgggcaga 


t c t tea age a 


gacct acagc 


2220 


aagttcgaca 


caaactcaca 


caacgatgac 


gcactactca 


agaactaegg 


gctgctctac 


2280 


tgcttcagga 


aggacatgga 


caaggtcgag 


acattcctgc 


geategtgea 


gtgccgctct 


2340 


gtggagggca 


gctgtggctt 


ctagggatcc 








2370 



<210> 55 

<211> 786 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<2 2 1 > MISC_FEATURE 

<222> (391) . . (588) 

<220> 

<221> mat jpeptide 

<222> (!)..() 

<400> 55 

Met Phe , Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 



Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 



Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 



Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
,115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

Ser Trp Gly Gly Gly Gly Ser Phe Pro Thr lie Pro Leu Ser Arg Leu 
195 200 205 

Phe Asp Asn Ala Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe 
210 215 220 

Asp Thr Tyr Gin Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys 
225 230 235 240 

Tyr Ser Phe Leu Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser 
245 250 255 

He Pro Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu 
260 265 270 

Glu Leu Leu Arg He Ser Leu Leu Leu He Gin Ser Trp Leu Glu Pro 
275 280 285 

Val Gin Phe Leu Arg Ser Val Phe Ala Asn Ser Leu Val Tyr Gly Ala 
290 295 300 

Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu Glu Glu Gly He 
305 310 315 320 



Gin Thr Leu Met Gly Arg Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin 
325 330 335 



lie Phe Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp 
340 345 350 



Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp 
355 360 365 

Met Asp Lys Val Glu Thr Phe Leu Arg lie Val Gin Cys Arg Ser Val 
370 375 380 

Glu Gly Ser Cys Gly Phe Ser Trp Gly Gly Gly Gly Ser Phe Pro Thr 
385 390 395 400 

lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg Ala His Arg 
405 410 415 

Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu Glu Ala Tyr 
420 425 430 

lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro Gin Thr Ser 
435 440 445 

Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg Glu Glu Thr 
450 455 460 

Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu Leu Leu lie 
465 470 475 480 

Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe Ala Asn. 

485 490 495 

Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys 
500 505 510 

Asp Leu Glu Glu Gly lie Gin Thr Leu. Met Gly Arg Leu Glu Asp Gly 
515 520 525 

Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser Lys Phe Asp 
530 535 540 

Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu 
545 550 555 560 

Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu Arg lie 
565 570 575 

Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe Ser Trp Gly Gly 
580 585. 590 

Gly Gly Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala 
595 600 605 

Met Leu Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin 
610 615 620 



Glu Phe Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu 
625 630 635 640 



Gin Asn Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro 
645 650 655 



Ser Asn Arg Glu Glu Thr Gin Gin 
660 

lie Ser Leu Leu Leu lie Gin Ser 
675 680 

Arg Ser Val Phe Ala Asn Ser Leu 
690 695 

Val Tyr .Asp Leu Leu Lys Asp Leu 
705 710 

Gly Arg Leu Glu Asp Gly Ser Pro 
725 



Lys Ser Asn Leu Glu Leu Leu Arg 
665 670 

Trp Leu Glu Pro Val Gin Phe Leu 

685 

Val Tyr Gly Ala Ser Asp Ser Asn 
700 

Glu. Glu Gly lie Gin Thr Leu Met 
715 720 

Arg Thr Gly Gin lie Phe Lys Gin 
730 735 



Thr Tyr Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu 
740 745 750 

Lys Asn Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val 
755 760 765 

Glu Thr Phe Leu Arg lie. Val Gin Cys Arg Ser Val Glu Gly Ser Cys 
770 775 780 

Gly Phe 
785 

<210> 56 

<211> 33 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 56 

ttaccatgga ttgccggcgg cggcggatcc aat 

57 
36 
DNA 

Artificial 
<220> 

<223> synthetic sequence 
<400> 57 

ttaccatgga tttgatcagg cggcggcgga tccaat 



<210> 
<211> 
<212> 
<213> 



<210> 58 
<211> 36 



<212> DNA 

<213> Artificial 



<220> 

<223> synthetic sequence 
<400> 58 

tgatcaggcg gcggcggatc aggcggcggc ggatcc 



<210> 59 

<211> 10 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 59 

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
1 5 * 10 

<210> 60' 

<211> 48 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 60 

gccggcggcg gcggatcagg cggcggcgga tcaggcggcg gcggatcc 



<210> 61 

<211> 14 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 61 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
1 5 10 

<210> 62 

<211> 43 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 62 



ggacatatgc tgtgatcatt cccaaccatt cccttatcca ggc 



43 



<210> 63 

<211> 41 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 

<400> 63 

cgcgaattcg " atccatggaa gccacagctg ccctccacag a 41 

<210> 64 

<211> 36 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 



<212> DNA 

<213>. Artificial . 

<220> 

<223> synthetic sequence 
<400> 65 

catatgctgt gatcattccc aaccattccc ttatccaggc tttttgacaa cgctatgctc : 60 

cgcgcccatc gtctgcacca gctggccttt gacacctacc aggagtttga agaagcctat 120 

atcccaaagg aacagaagta ttcattcctg cagaaccccc agacctccct ctgtttctca 180 

gagtctattc cgacaccctc caacagggag gaaacacaac agaaatccaa cctagagctg 240 

ctccgcatct ccctgctgct catccagtcg tggctggagc ccgtgcagtt cctcaggagt 300 

gtcttcgcca acagcctggt gtacggcgcc tctgacagca acgtctatga cctcctaaag 360 

gacctagagg aaggcatcca aacgctgatg gggaggctgg aagatggcag cccccggact 42 0 

gggcagatct tcaagcagac ctacagcaag ttcgacacaa actcacacaa cgatgacgca 480 

ctactcaaga actacgggct gctctactgc ttcaggaagg acatggacaa ggtcgagaca 540 

ttcctgcgca tcgtgcagtg ccgctctgtg gagggcagct gtggcttcca tggatcgaat 600 

tc 602 



<400> 64 

cgcgtcgacc tagaagccac agctgccctc cacaga 



36 



<210> 
<211> 



65 . 
602 



<210> 66 

<211> 192 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 66 

Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
15 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 .45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 

50 .55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu. Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asri Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

<210> 67 
<211> 600 
<212> DNA 
<213> Artificial 

<220> 

<22 3> synthetic sequence 



<400> 



67 



catatgctgt gatcattccc aaccattccc ttatccaggc tttttgacaa cgctatgctc 
cgcgcccatc gtctgcacca gctggccttt gacacctacc aggagtttga agaagcctat 
atcccaaagg aacagaagta ttcattcctg cagaaccccc agacctccct ctgtttctca 
gagtctattc cgacaccctc caacagggag gaaacacaac agaaatccaa cctagagctg 
ctccgcatct ccctgctgct catccagtcg tggctggagc ccgtgcagtt cctcaggagt 
gtcttcgcca acagcctggt gtacggcgcc tctgacagca acgtctatga cctcctaaag 
gacctagagg aaggcatcca aacgctgatg gggaggctgg aagatggcag cccccggact 
gggcagatct tcaagcagac ctacagcaag ttcgacacaa actcacacaa cgatgacgca 
ctactcaaga actacgggct gctctactgc ttcaggaagg acatggacaa ggtcgagaca 
ttcctgcgca tcgtgcagtg ccgctctgtg gagggcagct gtggcttcta ggtcgacgcg 



<210> 68 

<211> 192 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 68 

Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 

85 90 . 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 



Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 



Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp 
145 150 155 



Ala Leu Leu Lys Asn 
160 



Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys. Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

<210> 69 
<211> 639 
<212> DNA 
<213> Artificial 



<220> 

<223> synthetic sequence 



<400> 69 
catatgctgt 


gatcattccc 


aaccattccc 


ttatccaggc 


tttttgacaa 


cgctatgctc 


60 


cgcgcccatc 


gtctgcacca 


gctggccttt 


gacacctacc 


aggagtttga 


agaagcctat 


120 


atcccaaagg 


aacagaagta 


ttcattcctg 


cagaaccccc 


agacctccct 


ctgtttctca 


180 


gagtctattc 


cgacaccctc 


caacagggag 


gaaacacaac 


agaaatccaa 


cctagagctg 


240 


ctccgcatct 


ccctgctgct 


catccagtcg 


tggctggagc 


ccgtgcagtt 


cctcaggagt 


300 


gtcttcgcca 


acagcctggt 


gtacggcgcc 


tctgacagca 


acgtctatga 


cctcctaaag 


360 


gacctagagg 


aaggcatcca 


aacgctgatg 


gggaggctgg 


aagatggcag 


cccccggact 


420 


gggcagatct 


tcaagcagac 


ctacagcaag 


ttcgacacaa 


actcacacaa 


cgatgacgca 


480 


ctactcaaga 


actacgggct 


gctctactgc 


ttcaggaagg 


acatggacaa 


ggtcgagaca 


540 


ttcctgcgca 


tcgtgcagtg 


ccgctctgtg 


gagggcagct 


gtggcttcgg 


cggcggcgga 


600 


tcaggcggcg 


gcggatcagg 


cggcggcgga 


tccgaattc 






639 



<210> 70 

<211> 206 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 



70 



Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe 
1 5 10 



Asp Asn Ala Met Leu 
15 



Arg Ala His Arg Leu His Gin Leu Ala Phe Asp 
20 25 



Thr Tyr Gin Glu Phe 
30 



Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe. Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr . 

165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
.180 185 190 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
195 200 205 

<210> 71 

<211> 630 

<212> DNA 

<213> Artificial 

<220> . 

<223> synthetic sequence 

<4.00> 71 

catatgttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 
cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 
gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 
ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 
tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 
aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 
gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 



ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 

aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcetgcgc 

atcgtgcagt gccgctctgt ggagggcagc tgtggcttcg gcggcggcgg atcaggcggc 
ggcggatcag gcggcggcgg atccgaattc 



<210> 72 

<211> 206 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 72 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1.5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
' 20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys. Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp. Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 - 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg He Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
195 200 205 



<210> 73 

<211> 1248 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> misc_feature 

<222> (619) . . (1236) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 73 

tgatcattcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 60 

cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 120 

gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 180 

ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 240 

tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 300 

aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 360 

gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 420 

ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 480 

aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcctgcgc 540 

atcgtgcagt gccgctctgt ggagggcagc tgtggcttcg gcggcggcgg atcaggcggc 600 

ggcggatcag gcggcggcgg atcattccca accattccct tatccaggct ttttgacaac 660 

gctatgctcc gcgcccatcg tctgcaccag ctggcctttg acacctacca ggagtttgaa 720 

gaagcctata tcccaaagga acagaagtat tcattcctgc agaaccccca gacctccctc 780 

tgtttctcag agtctattcc gacaccctcc aacagggagg aaacacaaca gaaatccaac 840 

ctagagctgc tccgcatctc cctgctgctc atccagtcgt ggctggagcc cgtgcagttc 900 

ctcaggagtg tcttcgccaa cagcctggtg tacggcgcct ctgacagcaa cgtctatgac 960 

ctcctaaagg acctagagga aggcatccaa acgctgatgg ggaggctgga agatggcagc 102 0 

ccccggactg ggcagatctt caagcagacc tacagcaagt tcgacacaaa ctcacacaac 1080 

gatgacgcac tactcaagaa ctacgggctg ctctactgct tcaggaagga catggacaag 1140 

gtcgagacat tcctgcgcat cgtgcagtgc cgctctgtgg agggcagctg tggcttcggc 1200 



ggcggcggat caggcggcgg cggatcaggc ggcggcggat ccgaattc 



1248 



<210> 74 

<211> 412 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MISC_FEATURE 

<222> (193) . . (398) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 74 

Ser Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 

■ 20 25 30 

Glu Glu Ala Tyr lie Pro Lys. Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu >Met Gly Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 . 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 



Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe 



195 



200 



205 



Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg Ala 
210 215 220 

His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu Glu 
225 230 235 240 

Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro Gin 
245 250 255 

Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg Glu 
260 265 270 

Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu Leu 
275 280 285 

Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe 
290 295 300 

Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu 
305 310 315 320 

Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu Glu 
325 330 335 

Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser Lys 
340 345 350 

Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly 
355 360 365 

Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu 
370 375 380 

Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe Gly Gly 
385 390 395 400 

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
405 410 

<210> 75 
<211> 2445 
<212> DNA 
<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> misc_f eature 

<222> (1237) . . (1854) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 



75 



catatgttcc 


caaccattcc 


cttatccagg 


ctttttgaca 


acgctatgct 


ccgcgcccat 


60 


cgtctgcacc 


agctggcctt 


tgacacctac 


caggagtttg 


aagaagccta 


tatcccaaag 


120 


gaacagaagt 


attcattcct 


gcagaacccc 


cagacctccc 


tctgtttctc 


agagtctatt 


180 


ccgacaccct 


ccaacaggga 


ggaaacacaa 


cagaaatcca 


acctagagct 


gctccgcatc 


240 


tccctgctgc 


tcatccagtc 


gtggctggag 


cccgtgcagt 


tcctcaggag 


tgtcttcgcc 


300 


aacagcctgg 


tgtacggcgc 


ctctgacagc 


aacgtctatg 


acctcctaaa 


ggacct.agag 


360 


gaaggcatcc 


aaacgctgat 


ggggaggctg 


gaagatggca 


gcccccggac 


tgggcagatc 


420 


ttcaagcaga 


cctacagcaa 


gttcgacaca 


aactcacaca 


acgatgacgc 


actactcaag 


480 


aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgcgc 


540 


atcgtgcagt 


gccgctctgt 


ggagggcagc 


tgtggcttcg 


gcggcggcgg 


atcaggcggc 


600 


ggcggatcag 


gcggcggcgg 


atcattccca 


accattccct 


tatccaggct 


ttttgacaac 


660 


gctatgctcc 


gcgcccatcg 


tctgcaccag 


ctggcctttg 


acacctacca 


ggagtttgaa 


72 0 


gaagcctata 


tcccaaagga 


acagaagtat 


tcattcctgc 


agaaccccca 


gacctccctc 


780 


tgtttctcag 


agtctattcc 


gacaccctcc 


aacagggagg 


aaacacaaca 


gaaatccaac 


840 


ctagagctgc 


tccgcatctc 


cctgctgctc 


atccagtcgt 


ggctggagcc 


cgtgcagttc 


900 


ctcaggagtg 


tcttcgccaa 


cagcctggtg 


tacggcgcct 


ctgacagcaa 


cgtctatgac 


960 


ctcctaaagg 


acctagagga 


aggcatccaa 


acgctgatgg 


ggaggctgga 


agatggcagc 


1020 


ccccggactg 


ggcagatctt 


caagcagacc 


tacagcaagt 


tcgacacaaa 


ctcacacaac 


1080 


gatgacgcac 


tactcaagaa 


ctacgggctg 


ctctactgct 


tcaggaagga 


catggacaag 


1140 


gtcgagacat 


tcctgcgcat 


cgtgcagtgc 


cgctctgtgg 


agggcagctg 


tggcttcggc 


1200 


ggcggcggat 


caggcggcgg 


cggatcaggc 


ggcggcggat 


cattcccaac 


cattccctta 


1260 


tccaggcttt 


ttgacaacgc 


tatgctccgc 


gcccatcgtc 


tgcaccagct 


ggcctttgac 


1320 


acctaccagg 


agtttgaaga 


agcctatatc 


ccaaaggaac 


agaagtattc 


attcctgcag 


1380 


aacccccaga 


cctccctctg 


tttctcagag 


tctattccga 


caccctccaa 


cagggaggaa 


1440 


acacaacaga 


aatccaacct 


agagctgctc 


cgcatctccc 


tgctgctcat 


ccagtcgtgg 


1500 


ctggagcccg 


tgcagttcct 


caggagtgtc 


ttcgccaaca 


gcctggtgta 


cggcgcctct 


1560 


gacagcaacg 


tctatgacct 


cctaaaggac 


ctagaggaag 


gcatccaaac 


gctgatgggg 


1620 


aggctggaag 


atggcagccc 


ccggactggg 


cagatcttca 


agcagaccta 


cagcaagttc 


1680 


gacacaaact 


cacacaacga 


tgacgcacta 


ctcaagaact 


acgggctgct 


ctactgcttc 


1740 



aggaaggaca tggacaaggt cgagacattc ctgcgcatcg tgcagtgccg ctctgtggag 1800 

ggcagctgtg gcttcggcgg cggcggatca ggcggcggcg gatcaggcgg cggcggatca 1860 

ttcccaacca ttcccttatc caggcttttt gacaacgcta tgctccgcgc ccatcgtctg 1920 

caccagctgg cctttgacac ctaccaggag tttgaagaag cctatatccc aaaggaacag 1980 

aagtattcat tcctgcagaa cccccagacc tccctctgtt tctcagagtc tattccgaca 2040 

ccctccaaca gggaggaaac acaacagaaa tccaacctag agctgctccg catctccctg 2100 

ctgctcatcc agtcgtggct ggagcccgtg cagttcctca ggagtgtctt cgccaacagc 2160 

ctggtgtacg gcgcctctga cagcaacgtc tatgacctcc taaaggacct agaggaaggc 2220 

atccaaacgc tgatggggag gctggaagat ggcagccccc ggactgggca gatcttcaag 2280 

cagacctaca gcaagttcga cacaaactca cacaacgatg acgcactact caagaactac 2340 

gggctgctct actgcttcag gaaggacatg gacaaggtcg agacattcct gcgcatcgtg 2400 

cagtgccgct ctgtggaggg cagctgtggc ttctaggtcg acgcg 2445 



<210> 76 

<211> 810 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<221> MISC_FEATURE 

<222> . (412) . . (617) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<220> 

<221> mat_jpeptide 
<222> (1) . . () 

<400> 76 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 



Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 



50 55 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90. 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly. Arg 
115 120 125 

Leu Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys : Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe 
195 200 205 

Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn AJ.a Met Leu Arg Ala 
210 215 220 

His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu Glu 
225 230 235 240 

Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro Gin 
245 250 255 

Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg Glu 
260 265 270 

Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu Leu 
275 280 285 

Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe 
290 295 300 

Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu 
305 310 315 320 

Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu Glu 

325 - 330 335 

Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser Lys 
340 345 350 



Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly 



355 



360 



365 



Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu 
370 375 380 

Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe Gly Gly 
385 390 395 400 

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Pro Thr 
405 410 415 

lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg Ala His Arg 
420 425 430 

Leu His. Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu Glu Ala Tyr 
435 440 445 

lie Pro Lys Glu Gin Lys Tyr Ser Phe . Leu Gin Asn Pro Gin Thr Ser 
450 455 460 

Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg Glu Glu Thr 
465 470 475 480 

Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu Leu Leu lie 
485 490 495 

Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe Ala Asn 
500 505 510 

Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys 
515 520 525 

Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu Glu Asp Gly 
530 535 540 

Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser Lys Phe Asp 
545 550 555 560 

Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu 
565 570 575 

Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu Arg lie 
580 585 590 

Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe Gly Gly Gly Gly 
595 600 605 

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Pro Thr lie Pro 
610 615 620 

Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg Ala His Arg Leu His 
625 630 635 640 

Gin Leu Ala 'Phe Asp Thr Tyr Gin Glu Phe Glu Glu Ala Tyr lie Pro 
645 650 655 



Lys Glu Gin Lys Tyr Ser Phe Leu Gin. Asn Pro Gin Thr Ser Leu Cys 



660 665 670 

Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg Glu Glu Thr Gin Gin 
675 680 685 

Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu Leu Leu lie Gin Ser 
690 695 700 

Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val Phe Ala Asn Ser Leu 
705 710 715 720 

Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp Leu Leu Lys Asp Leu 
725 730 735 

Glu Glu Gly He Gin Thr Leu Met Gly. Arg Leu Glu Asp Gly Ser Pro 
740 745 750 

Arg Thr Gly Gin He Phe Lys Gin Thr Tyr Ser Lys Phe Asp Thr Asn 

755 760 765 * ■ " 

Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr Gly Leu Leu Tyr Cys 
770 775 780 

Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe Leu Arg He Val Gin 
785 790 795 800 

Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
805 810 

<210> 77 
<211> 593 
<212> DNA 
<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 77 

catatgttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 
cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 
gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 
ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 
tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 
aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 
gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 
ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 
aactacgggc tgctctactg cttcaggaag gacatggaca aggtcgagac attcctgcgc 
atcgtgcagt gccgctctgt ggagggcagc tgtggcttcc atggatcgaa ttc 



<210> 78 

<211> 192 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 78 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 
1 5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 . 60 

Arg Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser 
65 70 75 80 

Leu Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser 
85 90 95 

Val Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr 
100 105 110 

Asp Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg 
115 120 125 

Leu Glu Asp Gly : Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr 
130 135 140 

Ser Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn 
145 150 155 160 

Tyr Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr 
165 170 175 

Phe Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 ■ 

<210> 79 
<211> 592 
<212> DNA 
<213> Artificial 

<220> 

<223> synthetic sequence 



<400> 79 



aagctttccc 


aaccattccc 


ttatccaggc 


tttttgacaa 


cgctatgctc 


cgcgcccatc 


gtctgcacca 


gctggccttt 


gacacctacc 


aggagtttga 


agaagcctat 


atcccaaagg 


aacagaagta 


ttcattcctg 


cagaaccccc 


agacctccct 


ctgtttctca 


gagtctattc 


cgacaccctc 


caacagggag 


gaaacacaac 


agaaatccaa 


cctagagctg 


ctccgcatct 


ccctgctgct 


catccagtcg 


tggctggagc 


ccgtgcagtt 


cctcaggagt 


gtcttcgcca 


acagcctggt 


gtacggcgcc 


tctgacagca 


acgtctatga 


cctcctaaag 


gacctagagg 


aaggcatcca 


aacgctgatg 


gggaggctgg 


aagatggcag 


cccccggact 


gggcagatct 


tcaagcagac 


ctacagcaag 


ttcgacacaa 


actcacacaa 


cgatgacgca 


ctactcaaga 


actacgggct 


gctctactgc 


ttcaggaagg 


acatggacaa 


ggtcgagaca 


ttcctgcgca 


tcgtgcagtg 


ccgctctgtg 


gagggcagct 


gtggcttcca 


tggatcgaat 


tc 



<210> 80 

<211> 191 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 80 

Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
1 5 10 15 

Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu 
20 25 30 

Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro 
35 40 45 

Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg 
50 55 60 

Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu 
65 70 75 80 

Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val 
85 . 90 95 

Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 
100 105 110 

Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu 
115 120 125 



Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser 
130 135 140 



Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
145 150 155 160 

Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
165 170 175 

Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

<210> 81 
<211> 587 
<212> DNA 
<213> Artificial 



<220> 

<223> synthetic sequence 










<400> 81 
aagctttccc 


aaccattccc 


ttatccaggc 


tttttgacaa 


cgctatgctc 


cgcgcccatc 


60 


gtctgcacca 


gctggccttt 


gacacctacc 


aggagtttga 


agaagcctat 


atcccaaagg 


120 


aacagaagta 


ttcattcctg 


cagaac.ccec 


agacctccct 


ctgtttctca 


gagtctattc 


180 


cgacaccctc 


caacagggag 


gaaacacaac 


agaaatccaa 


cctagagctg 


ctccgcatct 


240 


ccctgctgct 


catccagtcg 


tggctggagc 


ccgtgcagtt 


cctcaggagt 


gtcttcgcca 


300 


acagcctggt 


gtacggcgcc 


tctgacagca 


acgtctatga 


cctcctaaag 


gacctagagg 


360 


aaggeatcca 


aacgctgatg 


gggaggctgg 


aagatggcag 


cccccggact 


gggcagatct 


420 


tcaagcagac 


ctacagcaag 


ttcgacacaa 


actcacacaa 


cgatgacgca 


ctactcaaga 


480 


actacgggct 


gctctactgc 


ttcaggaagg 


acatggacaa 


ggtcgagaca 


ttcctgcgca 


540 


tcgtgcagtg 


ccgctctgtg 


gagggcagct 


gtggcttcta 


gggatcc 




587 



<210> 82 

<211> 191 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<400> 82 

Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
1 5 10 15 

Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu 
20 25 30 

Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro 



35 40 45 

Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn Arg 
50 55 60 

Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu 
65 70 75 80 

Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val 
85 90 95 

Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 
100 105 110 

Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu 
115 120 125 

Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser 
130 135 140 

Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
145 150 155 160 

Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
165 170 175 

Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185. 190 

<210> 83 
<211> 1165 
<212> DNA 
<213> Artificial 

<220> 

<223> synthetic sequence 

<220> 

<221> misc_feature 

<222> (579) . . (1151) 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 83 

aagctttccc aaccattccc ttatccaggc tttttgacaa cgctatgctc cgcgcccatc 60 

gtctgcacca gctggccttt gacacctacc aggagtttga agaagcctat atcccaaagg 120 

aacagaagta ttcattcctg cagaaccccc agacctccct ctgtttctca gagtctattc 180 

cgacaccctc caacagggag gaaacacaac agaaatccaa cctagagctg ctccgcatct 240 

ccctgctgct catccagtcg tggctggagc ccgtgcagtt cctcaggagt gtcttcgcca 300 

acagcctggt gtacggcgcc tctgacagca acgtctatga cctcctaaag gacctagagg 360 



r 



aaggcatcca 


aacgctgatg 


gggaggctgg 


aagatggcag 


cccccggact 


gggcagatct 


4 20 


tcaagcagac 


ctacagcaag 


ttcgacacaa 


actcacacaa 


cgatgacgca 


ctactcaaga 


480 


actacgggct 


gctctactgc 


ttcaggaagg 


acatggacaa 


ggtcgagaca 


ttcctgcgca 


540 


tcgtgcagtg 


ccgctctgtg 


gagggcagct 


gtggcttctt 


cccaaccatt 


cccttatcca 


600 


ggctttttga 


caacgctatg 


ctccgcgccc 


atcgtctgca 


ccagctggcc 


tttgacacct 


660 


accaggagtt 


tgaagaagcc 


tatatcccaa 


aggaacagaa 


gtattcattc 


ctgcagaacc 


720 


cccagacctc 


cctctgtttc 


tcagagtcta 


ttccgacacc 


ctccaacagg 


gaggaaacac 


780 


aacagaaatc 


caacctagag 


ctgctccgca 


tctccctgct 


gctcatccag 


tcgtggctgg 


840 


agcccgtgca 


gttcctcagg 


agtgtcttcg 


ccaacagcct 


ggtgtacggc 


gcctctgaca 


900 


gcaacgtcta 


tgacctccta 


aaggacctag 


aggaaggcat 


ccaaacgctg 


atggggaggc 


960 


tggaagatgg 


cagcccccgg 


actgggcaga 


tcttcaagca 


gacctacagc 


aagttcgaca 


,102 0 


caaactcaca 


caacgatgac 


gcactactca 


agaactacgg 


gctgctctac 


tgcttcagga 


1080 


aggacatgga 


caaggtcgag 


acattcctgc 


gcatcgtgca 


gtgccgctct 


gtggagggca 


1140 


gctgtggctt 


ccatggatcg 


aattc 








1165 



<210> 84 

<211> 191 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 



MIS C_FE ATURE 
(1) . . (191) 

sequence is repeated N times, where N is a positive whole number 
<400> 8.4 

Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
1 5 10 15 

Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu 
20 25 30 

Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro 
35 40 45 

Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn Arg 
50 55 60 



Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg lie Ser Leu 

65 . . 70 : 75 80 

Leu Leu lie Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val 
85 90 95 

Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 
100 105 110 

Leu Leu Lys Asp Leu Glu Glu Gly lie Gin Thr Leu Met Gly Arg Leu 
115 120 125 

Glu Asp Gly Ser Pro Arg Thr Gly Gin lie Phe Lys Gin Thr Tyr Ser 
. 130 135 140 

Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
145 ' 150 155 160 

Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
165 170 175 

Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 185 190 

<210> 85 
<211> 2307 
<212> DNA 
<213> Artificial 

<22 0> 

<223> synthetic sequence 
<220> 

<221> misc_feature 

<222> (1153) . . (1725) . 

<223> sequence is repeated N-l times, where N is a positive whole numbe 



<400> 85 

catatgttcc caaccattcc cttatccagg ctttttgaca acgctatgct ccgcgcccat 60 

cgtctgcacc agctggcctt tgacacctac caggagtttg aagaagccta tatcccaaag 120 

gaacagaagt attcattcct gcagaacccc cagacctccc tctgtttctc agagtctatt 180 

ccgacaccct ccaacaggga ggaaacacaa cagaaatcca acctagagct gctccgcatc 240 

tccctgctgc tcatccagtc gtggctggag cccgtgcagt tcctcaggag tgtcttcgcc 300 

aacagcctgg tgtacggcgc ctctgacagc aacgtctatg acctcctaaa ggacctagag 360 

gaaggcatcc aaacgctgat ggggaggctg gaagatggca gcccccggac tgggcagatc 420 

ttcaagcaga cctacagcaa gttcgacaca aactcacaca acgatgacgc actactcaag 480 



aactacgggc 


tgctctactg 


cttcaggaag 


gacatggaca 


aggtcgagac 


attcctgegc 


- 540 


atcgtgcagt 


gccgctctgt 


ggagggcagc 


tgtggcttct 


tcccaaccat 


tcccttatcc 


600 


aggctttttg 


acaacgctat 


gctccgcgcc 


catcgtctgc 


accagctggc 


ctttgacacc 


660 


taccaggagt 


ttgaagaagc 


ctatatccca 


aaggaacaga 


agtattcatt 


cctgcagaac 


720 


ccccagacct 


ccctctgttt 


cteagagtct 


attccgacac 


cctccaacag 


ggaggaaaca 


780 


caacagaaat 


ccaacctaga 


gctgctccgc 


atctccctgc 


tgctcatcca 


gtcgtggctg 


840 


gagcccgtgc 


agttcctcag 


gagtgtcttc 


gccaacagcc 


tggtgtacgg 


cgcctctgac 


900 


agcaacgtct 


atgacctcct 


aaaggaccta 


gaggaaggca 


tccaaacgct 


gatggggagg 


960 


ctggaagatg 


gcagcccccg 


gactgggcag 


atcttcaagc 


agacctacag 


caagttcgac 


1020 


acaaactcac 


acaacgatga 


cgcactactc 


aagaactacg 


ggctgctcta 


ctgcttcagg 


1080 


aaggacatgg 


acaaggtcga 


gacattcctg 


cgcatcgtgc 


agtgccgctc 


tgtggagggc 


1140 


agctgtggct 


tcttcccaac 


cattccctta 


tccaggcttt 


ttgacaacgc 


tatgctccgc 


1200 


gcccatcgtc 


tgcaccagct 


ggcctttgac 


acctaccagg 


agtttgaaga 


agcctatatc 


1260 


ccaaaggaac 


agaagtattc 


attcctgcag 


aacccccaga 


cctccctctg 


tttctcagag 


1320 


tctattccga 


caccctccaa 


ca 999 a 9g aa 


acacaacaga 


aatccaacct 


agagctgctc 


1380 


cgcatctccc 


tgctgctcat 


ccagtcgtgg 


ctggagcccg 


tgcagttcct 


caggagtgtc 


1440 


ttcgccaaca 


gcctggtgta 


cggcgcctct 


gacagcaacg 


tctatgacct 


cctaaaggac 


1500 


ctagaggaag 


gcatccaaac 


gctgatgggg 


aggctggaag. 


atggcagccc 


ccggactggg 


1560 


cagatcttca 


agcagaccta 


cagcaagttc 


gacacaaact 


cacacaacga 


tgacgcacta 


1620 


ctcaagaact 


acgggctgct 


ctactgcttc 


aggaaggaca 


tggacaaggt 


cgagacattc 


1680 


ctgcgcatcg 


tgcagtgccg 


ctctgtggag 


ggcagctgtg 


gcttcttccc 


aaccattccc 


1740 


ttatccaggc 


tttttgacaa 


cgctatgctc 


cgcgcccatc 


gtctgcacca 


gctggccttt 


1800 


gacacctacc 


aggagtttga 


agaagcctat 


atcccaaagg 


aacagaagta 


ttcattcctg 


1860 


cagaaccccc 


agacctccct 


ctgtttctca 


gagtctattc 


cgacaccctc 


caacagggag 


1920 


gaaacacaac 


agaaatccaa 


cctagagctg 


ctccgcatct 


ccctgctgct 


catccagtcg 


1980 


tggctggagc 


ccgtgcagtt 


cctcaggagt 


gtcttcgcca 


acagcctggt 


gtacggcgcc 


2040 


tctgacagca 


acgtctatga 


cctcctaaag 


gacctagagg 


aaggcatcca 


aacgctgatg 


2100 


gggaggctgg 


aagatggcag 


cccccggact 


gggcagatct 


tcaagcagac 


ctacagcaag 


2160 


ttcgacacaa 


actcacacaa 


cgatgacgca 


ctactcaaga 


actacgggct 


gctctactgc 


2220 



ttcaggaagg acatggacaa ggtcgagaca ttcctgcgca tcgtgcagtg ccgctctgtg 
gagggcagct gtggcttcta gggatcc 



<210> 86 

<211> 192 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic sequence 
<220> 

<2 2 1 > MISC_FEATURE 

<222> (2) . . (192) 

<223> sequence is repeated N+2 times, where N is a positive whole 



<220> 

<221> mat_peptide 
<222> (1) , . () 

<400> 86 

Met Phe Pro Thr lie Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu 

1.5 10 15 

Arg Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe 
20 25 30 

Glu Glu Ala Tyr lie Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn 
35 40 45 

Pro Gin Thr Ser Leu Cys Phe Ser Glu Ser lie Pro Thr Pro Ser Asn 
50 55 60 



Arg Glu Glu Thr 
65 

Leu Leu Leu lie 



Val Phe Ala Asn 
100 

Asp Leu Leu Lys 
115 

Leu Glu Asp Gly 
130 

Ser Lys Phe Asp 
145 



Gin Gin Lys Ser 
70 

Gin Ser Trp Leu 
85 

Ser Leu Val Tyr 



Asp Leu Glu Glu 
120 

Ser Pro Arg Thr 
135 

Thr Asn Ser His 
150 



Asn Leu Glu Leu 
75 

Glu Pro Val Gin 
90 

Gly Ala Ser Asp 
105 

Gly He Gin Thr 



Gly Gin He Phe 
140 

Asn Asp Asp Ala 
155 



Leu Arg He Ser 
80 

Phe Leu Arg Ser 
95 

Ser Asn Val Tyr 
110 

Leu Met Gly Arg 
125 

Lys Gin Thr Tyr 



Leu Leu Lys Asn 
160 



Tyr Gly Leu Leu 



Phe Leu Arg lie 
180 



Tyr Cys Phe Arg 
165 

Val Gin Cys Arg 



Lys Asp Met Asp 
170 

Ser Val Glu Gly 
185 



Lys Val Glu Thr 
175 

Ser Cys Gly Phe 
190 



